. Colonies of the atoxigenic strain A-2160 (a) and the toxigenic strain A-1796 (b) of A. carbonarius grown on Czapek Yeast extract Agar at 15ºC for 15 days. Table S1 . Gene Ontology (GO) families that have more than 5% of mutated genes GO ID Description Percentag e of genes GO ID Description Percentage of genes GO:0006357 regulation of transcription from RNA polymerase II promoter 1,23 GO:0006807 nitrogen compound metabolic process 0,13 GO:0008152 metabolic process 1,19 GO:0006744 ubiquinone biosynthetic process 0,13 GO:0055114 oxidation-reduction process 0,77 GO:0006771 riboflavin metabolic process 0,13 GO:0006508 proteolysis 0,50 GO:0016192 vesicle-mediated transport 0,13 GO:0006200 ATP catabolic process 0,43 GO:0009987 cellular process 0,12 GO:0005985 sucrose metabolic process 0,35 GO:0006629 lipid metabolic process 0,12 GO:0009069 serine family amino acid metabolic process 0,35 GO:0006897 endocytosis 0,12 GO:0042254 ribosome biogenesis 0,33 GO:0006066 alcohol metabolic process 0,11 GO:0032259 methylation 0,33 GO:0006120 mitochondrial electron transport, NADH to ubiquinone 0,11 GO:0005975 carbohydrate metabolic process 0,33 GO:0009405 pathogenesis 0,09 GO:0008643 carbohydrate transport 0,32 GO:0015976 carbon utilization 0,09 GO:0046486 glycerolipid metabolic process 0,32 GO:0009821 alkaloid biosynthetic process 0,07 GO:0006366 transcription from RNA polymerase II promoter 0,32 GO:0090305 nucleic acid phosphodiester bond hydrolysis 0,07 GO:0006260 DNA replication 0,27 GO:0006396 RNA processing 0,06 GO:0018874 benzoate metabolic process 0,24 GO:0000051 urea cycle intermediate metabolic process 0,05 GO:0006446 regulation of translational initiation 0,19 GO:0044237 cellular metabolic process 0,05 GO:0051301 cell division 0,18 GO:0015947 methane metabolic process 0,05 GO:0006950 response to stress 0,17 GO:0006879 cellular iron ion homeostasis 0,05 GO:0019497 hexachlorocyclohexane metabolic process 0,17 GO:0015917 aminophospholipid transport 0,05 GO:0006397 mRNA processing 0,16 GO:0006003 fructose 2,6-bisphosphate metabolic process 0,05 GO:0006550 isoleucine catabolic process 0,16 GO:0016311 dephosphorylation 0,05 GO:0009058 biosynthetic process 0,15 
